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Abstract
Two-dimensional imaging plate data were evaluated in the solution X-ray scattering measurement of protein solu-
tions. In the conversion of two-dimensional data into one-dimensional data, the circular averaged data were the same as
the data calculated from the vertical sectoral areas (330°～ 30°and 150°～ 210°) and the horizontal sectoral areas (60°～
120°and 240°～ 300°) in the measured scattering angles except for a very small-angle scattering region. The circular av-
eraged data at the middle-angle scattering regions were less noisy than data of a one-dimensional detector under same
conditions. These results show that the two-dimensional detector is useful for the static solution X-ray scattering measure-
ments of homogeneous protein solutions at pseudo-point focus X-ray optics.
Keywords：蛋白質溶液（protein solution），溶液Ｘ線散乱測定（solution X-ray scattering measurement），
２次元データ（two-dimensional data）
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